FIG. 1A 



10 30 50 

GAATTCGGCACGAGCTGAGGGGTGAGCCAAGCCCTGCCATGTAGTGCACGCAGGACATCA 

70 90 110 

ACAAACACAGATAACAGGAAATGATCCATTCCCTGTGGTCACTTATTCTAAAGGCCCCAA 

130 150 170 

CCTTCAAAGTTCAAGTAGTGATATGGATGACTCCACAGAAAGGGAGCAGTCACGCCTTAC 

MDDSTEREQSRLT 
190 210 230 

TTCTTGCCTTAAGAAAAGAGAAGAAATGAAACTGAAGGAGTGTGTTTCCATCCTCCCACG 
SCLKKREEMKLKECVS ILPR 
250 270 290 

GAAGGAAAGCCCCTCTGTCCGATCCTCCAAAGACGGAAAGCTGCTGGCTGCAACCTTGCT 
KESPSVRSSKDGK L L A A T L L 
310 330 350 

GCTGGCACTGCTGTCTTGCTGCCTCACGGTGGTGTCTTTC 
LALLSC CLTVVSFYOVAAL Q 

370 390 410 

AGGGGACCTGGCCAGCCTCCGGGCAGAGCTGCAGGGCCACCACGCGGAGAAGCTGCCAGC 
GDL.ASLRAELQGHHAEKLPA 
430 450 470 

AGGAGCAGGAGCCCCCAAGGCCGGCCTGGAGGAAGCTCCAGCTGTCACCGCGGGACTGAA 
GAGAPKAGLEEAPAVTAGLK 
490 510 530 

AATCTTTGAACCACCAGCTCCAGGAGAAGGCAACTCCAGTCAGAACAGCAGAAATAAGCG 
IFEPPAPGEGNSSQNSRNKR 
550 570 590 

TGCCGTTCAGGGTCCAGAAGAAACAGTCACTCAAGACTGCTTGCAACTGATTGCAG 
AVQGPEETVTQDCLQL IADS 
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610 630 650 

TGAAACACCAACTATACAAAAAGGATCTTACAC^ 
ETPT IQKGSYTFVPWLLSFK 
670 690 710 

AAGGGGAAGTGCCCTAGAAGAAAAAGAGAATAAAATATTGGTCAAAGAAACTGGTTACTT 
RGSALEEKENKILVKETGYF 
730 750 770 

TTTTATATATGGTCAGGTTTTATATACTGATAAGACCTACGCCATGGGACATCTAATO 
FIYGQVLYTDKTYAMGHLIQ 
790 810 830 

GAGGAAGAAGGTCCATGTCTTTGGGGATGAATTC 
RKKVHVFGDELSLVTLFRC I 
850 870 890 

TCAAAATATGCCTGAAACACTACCCAATAATTC 
QNMPETL PNNSCYSAGIAKL 
910 930 950 

GGAAGAAGGAGATGAACTCCAACTTGCAATACCA^ 
EEGDELQLAIPRENAQISLD 
970 990 1010 

TGGAGATGTCACATTTTTTGGTGCATTGAA 
GDVTFFGALKLL 

1030 1050 1070 

AGCTATTTTCCTCCCTTTCTCTGTACCTCTAAGAAGAAAGAATCTAACTGAAAATACCAA 

1090 1110 1130 

AAAAAAAAAAAAAAAAAAAAAAAAAGTAGTTAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 

1150 1170 
AAAAAAAAAAAAAAAAAAAAAACTCGGAGGGGG 
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10 30 50 

GAATTCGGCACGAGCTCCAAAGGCCTAGACCTTCAAAGTGCTCCTCGTGGAATGGATGAG 

M D E 

70 90 HO 

TCTGCAAAGACCCTGCCACCACCGTGCCTCTGTTTTTGCTCCGAGAAAGGAGAAGATATG 

SAKTLPPPCLCFCSEKGEDM 

130 150 170 

AAAGTGGGATATGATCCCATCACTCCGCAGAAGGAGGA 

KVGYDPITPQKEEGAWFGIC 

190 210 230 
AGGGATGGAAGGCTGCTGGCTGCTACCCTCCTGCTGGCCCTGTTGTCCAGCA 
R D G R LLAATLLLALL S S § F T 

250 270 290 

GCGATGTCCTTCTACCAGTTGGCTGCCTTGCAAGCAGACCTGATGAACCTGCGCATGGAG 
AMSI-tYOIiAAL QADLMNLRME 

310 330 350 

CTGCAGAGCTACCGAGGTTCAGCAACACCAGCCGCCGCGGGTGCTCCAGAGTTGACCGCT 
LQSYRGSATPAAAGAPELTA 

370 390 410 

GGAGTCAAACTCCTGACACCGGCAGCTCCTCGACCCCACAACTCCAGCCGCGGCCACAGG 
GVKLLTPAAPRPHNSSRGHR 

430 450 470 

AACAGACGCGCTTTCCAGGGACCAGAGGAAACAGAACAAGATGTAGACCTCTCAGCTCCT 

NRRAFQGPEETEQDVDLSAP 

490 510 530 

CCTGCACCATGCCTGCCTGGATGCCGCC 

PAPCLPGCRHSQHDDNGMNL 

550 570 590 

AGAAACATCATTCAAGACTGTCTGCAGCTGATTGCAGACAGCGACACGCCGACTATACGA 

RNI IQDCLQLIADSDTPTIR 
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610 630 650 

AAAGGAACTTACACATTTGTTCCATGGCTTCTCAGCTTTA 

KGTYTFVPWLLSFKRGNALE 

670 690 710 

GAGAAAGAGAACAAAATAGTGGTGAGGCAAACAGGCTATTTCTTCATCT 
EKENKIVVRQTGYFF IYSQV 

730 750 770 

CTATACACGGACCCCATCTTTGCTATGGGTCATGTCATCCAGAGGAAGAAAGTACACGTC 
LYTDPIFAMGHVIQRKKVHV 

790 810 830 

TTTGGGGACGAGCTGAGCCIX3GTGACCCTGTTCCGATGTATTCAG 
FGDELSLVTLFRC IQNMPKT 

850 870 890 

CTGCCCAACAATTCCTGCTACTCGG^ 

LPNNSCYSAGIARLEEGDEI 

910 930 950 

CAGCTTGCAATTCCTCGGGAGAATGCACAGATTTC 

QLAIPRE NAQISRNGDDTFF 

970 990 1010 

GGTGCCCTAAAACTGCTGTAACTCACTTGCTGGAGTGC 
G A L K L L 

1030 1050 1070 

TCTGTACCTCCGAGGGAGAAACAGACGACTGGAAAAACTAAAAGATGGGGAAAGCCGTCA 

1090 1110 1130 

GCGAAAGTTTTCTCGTGACCCGTTGAATCTGATCCAAACCAGGAAATATAACAGACAGCC 

1150 1170 1190 
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Alignment of AGP3 -binding pools 13B4 and 13H11 
N-terminal sequence 



1 GTCGACCCACGCGTCCG ATCCTGAGTAATGAGTGGCCTGGGCC 43 

1 1 M M 1 1 1 1 1 1 1 1 1 1 1 IIIIMMIIIIMIIIMMIMM 

1 GTCGACCCACGCGTCCGAATAAGC ATCCTGAGTAATGAGTGGCCTGGGCC 50 
44 GGAGCAGGCGAGGTGGCCGGAGCCGTGTGGACCAGGAGGAGCGCTTTCCA 93 

I I M I M M I i M 1 1 i M 1 1 1 1 M I M I ! 1 1 M ! i 1 1 M M f M 1 1 1 11 1 

51 GGAGCAGGCGAGGTGGCCGGAGCCGTGTGGACCAGGAGGAGCGCTTTCCA 100 
94 CAGGGCCTGTGGACAGGGGTGGCTATGAGATCCTGCCCCGAAGAGCAGTA 143 

IIIMIIIMIIINIIMIlMlllllMIMIMMIMMMMIi! 

101 CAGGGCCTGTGGACAGGGGTGGCTATGAGATCCTGCCCCGAAGAGCAGTA 150 
144 CTGGGATCCTCTGCTGGGTACCTGCATGTCCTGCAAAACCATTTGCAACC 193 

! I M 1 1 1 i ! ! If I M 1 1 1 1 M 1 1 1 M i ] 1 1 1 1 M ! M M ] M 1 1 1 1 M 1 1 

151 CTGGGATCCTCTGCTGGGTACCTGCATGTCCTGCAAAACCATTTGCAACC 2 00 
194 ATCAGAGCCAGCGCACCTGTGCAGCCTTCTGCAGGTCACTCAGCTGCCGC 243 

M 1 1 F f 1 1 1 1 f 1 1 1 1 1 M 1 1 M 1 ! I i 1 1 1 1 1 1 1 1 1 1 M f I M I ! 1 1 1 1 [ I 

201 ATCAGAGCCAGCGCACCTGTGCAGCCTTCTGCAGGTCACTCAGCTGCCGC 250 

244 AAGGAGCAAGGCAAGTTCTATGACCATCTCCTGAGGGACTGCATCAGCTG 293 

N I I i I I I I i I i I I I I I I I I | ] | | I | | | | ! | | | | | I I 1 I I I I I I i i | M I 
251 AAGGAGC AAGGCAAGTTC TATGACC ATCT C C TGAGGGAC TGC ATC AGC TG 3 00 

294 TGCCTCCATCTGTGGACAGCACCCTAAGCAATGTGCATACTTCTGTGAGA 3 43 

I I I M 1 1 M M I i ! i i I M I M M 1 11 ! ! 1 1 1 [ [ M 11 M 1 1 1 1 ! 1 1 1 1 1 

3 01 TGCCTCCATCTGTGGACAGCACCC TAAGCAATGTGCATACTTC TGTGAGA 3 50 
344 ACAAGCTCAGGAGCCCAGTGAACCTTCCACCAGAGCTCAGGAGACAGCGG 3 93 

1 1 1 1 i I M M i 1 1 i 1 1 ! 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 f 1 1 f I 

3 51 ACAAGCTCAGGAGCCCAGTGAACCTTCCACCAGAGCTCAGGAGACAGCGG 4 0 0 



FIG. 17 



Human AGP 3 receptor sequence 



GTCGACCCACGCGTCCGATCCTGAGTAATGAGTGGCCTGGGCCGGAGCAGGCGAGGTGGC 

MSGLGRSRRGG 
CGGAGCCGTGTGGACCAGGAGGAGCGCTTTCCACAGGGCCTGTGGACAGGGGTGGCTATG 
RSRVDQEERFPQGLWTGVAM 
AGATCCTGCCCCGAAGAGCAGTACTGGGATCCTCTGCTGGGTACCTGCATGTCCTGCAAA 
RSCPEEQYWDPLLGTCMSCK 
ACCATTTGCAACCATCAGAGCCAGCGCACCTGTGCAGCCTTCTGCAGGTCACTCAGCTGC 
TICNHQSQRTCAAFCRSLSC 
CGCAAGGAGCAAGGCAAGTTCTATGACCATCTCCTGAGGGACTGCATCAGCTGTGCCTCC 
RKEQGKFYDHLLRDCISCAS 
ATCTGTGGACAGCACCCTAAGCAATGTGCATACTTCTGTGAGAACAAGCTCAGGAGCCCA 
ICGQHPKQCAYFCENKLRSP 
GTGAACCTTCCACCAGAGCTCAGGAGACAGCGGAGTGGAGAAGTTGAAAACAATTCAGAC 
VNLPPELRRQRSGEVENNSD 
AACTCGGGAAGGTACCAAGGACTGGAGCACAGAGGCTCAGAAGCAAGTCCAGCTCTCCCG 
NSGRYQGLEHRGSEAS PALP 
GGGCTGAAGCTGAGTGCAGATCAGGTGGCCCTGGTCTACAGCACGCTGGGGCTCTGCCTG 
GLKLSADQVALVYSTLGLCL 
TGTGCCGTCCTCTGCTGCTTCCTGGTGGCGGTGGCCTGCTTCCTCAAGATGAGGGGGGAT 
CAVLCCFLVAVACFLKMRGD 
CCCTGCTCCTGCCAGCCCCGCTCAAGGCCCCGTCAAAGTCCGGCCAAGTCTTCCCAGGAT 
PCSCQPRSRPRQSPAKSSQD 
CACGCGATGGAAGCCGGCAGCCCTGTGAGCACATCCCCCGAGCCAGTGGAGACCTGCAGC 
HAMEAGSPVSTSPEPVETCS 
TTCTGCTTCCCTGAGTGCAGGGCGCCCACGCAGGAGAGCGCAGTCACGCCTGGGACCCCC 
FCFPECRAPTQESAVT PGTP 
GACCCCACTTGTGCTGGAAGGTGGGGGTGCCACACCAGGACCACAGTCCTGCAGCCTTGC 
DPTCAGRWGCHTRTTVLQPC 
CCACACATCCCAGACAGCGGCCTTGGCATTGTGTGTGTGCCTGCCCAGGAGGGGGGCCCA 
PHI PDSGLGIVCVPAQEGGP 
GGTGCATAAATGGGGGTCAGGGAGGGAAAGGAGGAGGGAGAGAGATGGAGAGGAGGGGAG 
G A 

AGAGAAAGAGAGGT GGGGAGAGGGGAGAGAGAT AT GAGGAGAGAGAGACAGAGGAGGCAG 
AGAGGGAGAGAAACAGAGGAGACAGAGAGGGAGAGAGAGACAGAGGGAGAGAGAGACAGA 
GAGGAAGAGAGGCAGAGAGGGAAAGAGGCAGAGAAGGAAAGAGACAGGCAGAGAAGGAGA 
GAGGCAGAGAGGGAGAGAGGCAGAGAGGGAGAGAGGCAGAGAGACAGAGAGGGAGAGAGG 
GACAGAGAGAGATAGAGCAGGAGGTCGGGGCACTCTGAGTCCCAGTTCCCAGTGCAGCTG 
TAGGTCGTCATCACCTAACCACACGTGCAATAAAGTCCTCGTGCCTGCTGCTCACAGCCC 
CCGAGAGCCCCTCCTCCTGG 



FIG. 18 

AGP3 receptor protein structure 



MSGLGRSRRGGRSRVDQEERFPQGLWTGVAMR 



SCPEEQYWDPLLGTCMSCKTICNHQSQRTCAAFCRSL 



SCRKEQGKFYDHLLRDCI SCAS ICGQHPKQCAYFCENK 

LRSPVNLPPELRRQRSGEVENNSDNSGRYQGLEHRGSE 
AS PALPGLKLS ADQVAVYS 

TLGLCLCAVLCCFLVAVACFL 



KMRGDPCSCQPRSRPRQSPAKSSQDHAMEAGSPVSTSP 
EPVETCSFCFPECRAPTQESAVTPGTPDTCAGRWGCHT 
RTTVLQPCPHI PDSGLGI VCVPAQEGGPGA 
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Alignment of AGP 3 receptor and TNFR1 extracellular domain 



10 20 30 40 50 60 

LGRSRRGGRSRVDQEERFPQGLWTGVAMRSCPEEQYWDPLLGTTCMSCKTICNHQS-QR AGP3R 

II: :| | == | | | |:: : 
VLLELLVGIYPSGVIGLVPHLGDREKRDSVCPQGKYIHPQNNSIC — C-TKCHKGTYLYN TNFRl 
20 30 40 50 60 70 

70 80 90 100 110 

TCAAFCRS LSCRK - EQGKF— YDHLLRDC I S CAS ICGQHPKQCAYFCENKLRS PVNLPPE AGP 3 R 

I = hhl =: II hll | | :: | 

DCPGPGQDTDCRECESGSFTASENHLRHCLSC-SKCRKEMGQVEISSCTVDRDTVCGCRK TNFRl 
80 90 100 110 120 



FIG. 20 

Human AGP3 receptor mRNA tissue distribution 
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